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Individualandcombinedparentallinkagemapshavebeenconstructedin
threemappingpopulations(Enanax N6,Enanax SupremaRoja,andEnana
x BelicL-207)basedonAFLP andSSRmarkers.Between100and120
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AFLP primercombinations(PCS) were analysedin eachpopulation,
generatingbetween700 and 1100segregatingAFLP fragments.The
distributionof parent-specificandcommonmarkersindicatedthatEnanais
slightlylessheterozygousthantheotherparentsandthatalIparentsharea
considerablegenepool.In addition,between50 and200SSR PCs were
analysedfor linkagemappingin the populations.PolymorphicDNA
fragmentswerescoredforpresenceandabsence.Linkageanalysisbetween
marker fragments,estimationof recombinationfrequencies,and
determinationof linearorderbetweenlinkedloei includingmultipoint
linkageanalysiswereperformedwiththeMAPRF programoFirstly,linkage
groupswereconstructedbasedonfragmentsspecifictoeitherparentineach
population.Linkedfragmentswerearrangedintolinkagegroupsusinga
minimum,commonlyacceptedLOD thresholdof 3.0betweenconsecutive
markers.In allmappingpopulationII linkagegroups(LGs)corresponding
totheII chromosomesof ~ehaploidguavagenomewereobtained.Based
on theavailableSSR markers.a combined"parentallinkagemapof each
mappingpopulationwasproducedusingmainlyas anchorpointsallelic
SSR fragmentsbut alsosomecommonfragmentshavingrecombination
valuesof zerowithindividualmarkersfrombothparents.Thesecombined
mapscontainbetween500and1000markersandhavelengthsof 1500to
2200cMeach.Individuallinkagegroupsvarybetween150and240cM in
lengthandcontainbetween35 andover100markerseach.Finally,an
integratedguavareferencelinkagemapwasestablishedby combiningthe
mapsderivedfromthethreemappingpopulations.For thispurposethese
mapswerealignedundunifiedon thebasisof co-dominantSSR and
commonAFLP markerswhichwereplacedontotheavailablelinkagemaps.
In thiswayweobtainedoneintegratedguavareferencemapwitha high
markerdensityofmorethan1500markers. ""
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